Binding affinity prediction of S. cerevisiae 14-3-3 and GYF peptide-recognition domains using support vector regression.
Proteins interact with other proteins and bio-molecules to carry out biological processes in a cell. Computational models help understanding complex biochemical processes that happens throughout the life of a cell. Domain-mediated protein interaction to peptides one such complex problem in bioinformatics that requires computational predictive models to identify meaningful bindings. In this study, domain-peptide binding affinity prediction models are proposed based on support vector regression. Proposed models are applied to yeast bmh 14-3-3 and syh GYF peptide-recognition domains. The cross validated results of the domain-peptide binding affinity data sets show that predictive performance of the support vector based models are efficient.